Bioinformatics encompass storing, analyzing and interpreting the biological data. Most of the challenges for Machine Learning methods like Cellular Automata is to furnish the functional information with the corresponding biological sequences. In eukaryotes DNA is divided into introns and exons. The introns will be removed to make the coding region by a process called splicing. By indentifying a splice site we can easily specify the DNA sequence category (Donor/Accepter/Neither).Splicing sites play an important role in understanding the genes. A class of CA which can handle fuzzy logic is employed with modified clonal algorithm is proposed to identify the splicing site. This classifier is tested with Irvine Primate Splice Junction Database. It is compared with NNspIICE, GENIO, HSPL and SPIICE VIEW. The reported accuracy and efficiency of prediction is quite promising.
Introduction
DNA (Horwitz,1998) , of the organism is organized as one or more chromosomes. The total sequence is called as genome. Genome contains genes which encode proteins. Genes can be found in forward as well as reverse strand. Gene holds the coded data important to make a protein. Most of the work in our cells and body will be done by proteins. Human genome will have 30,000 to 40,000 genes. The function of certain genes is to control the expression (turning on or off the production) of other genes, hence forming networks of relationships and interactions. DNA sequence determines Protein Sequence. Protein Sequence determines protein structure. Protein structure determines protein function.
Gene is a particular sequence of DNA that consist information to formulate a full or part of protein or a RNA molecule. Genes also determines the characteristics of the particular organism. These are passed from ancestors to offspring, causing some of the offspring to inherit the characteristics of their ancestors.
Prokaryotes are single cell organisms which are very simple and primitive. It is very simple compared with eukaryote which lacks a membrane bound nucleus. Major viruses and bacteria will be belonging to this category. Output: Matrix Representation T, F, and information of the class
Begin
Step 1: Generate 500 new chromosomes for Initial Population.
Step 2: Initialize Maximum Population MM=zero; PP← IP.
Step Step 4: Store T, F, and corresponding class information for which the fitness value FF = 1.
Step 5: If FF = 1 for at least one chromosome of PP, then go to Stop.
Step 5a: Donor Module Step 5b: Accepter Module
Step 6a: Construct the MACA-CC tree based on 5a,5b
Step 6: Order chromosomes in order of fitness.
Step 7: Increment Maximum Population (MM).
Step 8: If GC > Gmax then go to Step 11.
Step 9: Form NP by operations of Modified Clonal algorithm
Step 10: PP← NP; go to Step 3.
Step 11: Out Put and Store T, F, and corresponding class information for which the fitness value is maximum.
Step 12: Stop.
( Baten, 2006) , (Pertea, 2001) , (Maji 2014) has developed algorithms for predicting splicing sites.
Experimental Results
The data sets are taken from Irvine Primate Splice Junction Database [9] .
It is compared with NNspIICE, GENIO, HSPL and SPIICE VIEW. The predictive accuracy reported is 94.3% show in table 1.
Parameters for testing splicing sites
The important statistics to look at include:
1. True Positives (TP1): Number of correctly predicted acceptors. 
